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SEQUENCE LISTING 

<110> Merck & Co., Inc. 
Sano, Hideki 
Tan, Carina P. 
Howard, Andrew D. 

<12 0> RHESUS MONKEY BOMBESIN RECEPTOR 

SJeREOf'^ NUCLEOTIDES ENCODING SAME, AND USES 

<130> 21198-PCT 

<150> 60/463,776 
<151> 2003-04-18 

<160> 22 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 1197 
<212> DNA 

<213> Macaca mulatta 
<400> 1 

atggctcaaa ggcagcctca ctcacctaat cagactttaa tttcaatcac aaatgacaca 60 
gaatcaagct ctgtggtttc taacgataac acaaataaag gacggagcgg ggacfactct 120 
ccaggaatag aagcattgtg tgccatctat attacttatg ctgtiatcit ttcaStaQQC llo 
c^fa^^f?^^ f^^^^attct catcaaagtc tttttcaagS ccaaatccat gcaafcgtt Ho 
^^t^t^^^l^ tcatcaccag cctggctttt ggagatcttt tacttctgct lacttgtStg 300 
at^nl^f^l? caacccacta ccttgcagaa ggatggctgt tcggaaglat tggttftaa? 360 
Slactaaci a^t^^^fl^^ cacttctgtt ggtgtgtcag tgttcalgtt allaattc^c 420 
ctolaaactf ^S^^H^gaag ccacttgagc gacagccctc caatgccatc 480 

^l^^nft^ll gtataaaagc tggctgcgtc tggatcgtgt ctatgatatt tgctctacct 540 
tCQta^acct atattctttt cgagatccca acaaaaatgt glcatttgaa 600 

ttoJ?^^?2^ ^'''^^^^ ctctaagaag ctcttgcaag aaatacattc tctgctgtgc 660 

ttcttagtgt tctacattat tccactctct attatctctg tctattattc tttaattait 720 
aggacccttt ataaaagcac cctgaacata cctactgagl aacaaggcca tacccQtlaa lli 
cagattgaat cccggaagag aattgccaga acggtattii tgttg|tggc tctqtttScc Ho 
ctctgctggt tgccaaatca cctcctgtac ctctaccatt cfttclcttc tcalacctat loo 
gtagacccct ctgccatgca tttcattttc accattttct ctcgggttct gqctttcaac llo 

aaaSctcfa? tattn?S?^^ tggctgagca aaa^^?tcca gagcattft 1020 

aaagctcagt tgttctgttg caaggcagag cagcctgagc ctcctgttgc tqacacctct 1080 
cttaccaccc tggctgtgat gggaagggtc ccgggcactg ggaacltgca StgtctSia lllo 
attagtgtga cctcgttccc tgggtgtagt gtgaagcagl Ilgaggatag Igtltag llsj 

<210> 2 
<211> 398 
<212> PRT 

<213> Macacca mulatta 
<400> 2 

Met Ala Gin Arg Gin Pro His Ser Pro Asn Gin Thr Leu He Ser He 

5 10 15 

Thr Asn Asp Thr Glu Ser Ser Ser Val Val Ser Asn Asp Asn Thr Asn 

Lys Gly Arg Ser Gly Asp Asn Ser Pro Gly lie Glu Ala Leu Cys Ala 

He Tyr He Thr Tyr Ala Val lie He Ser Val Gly lie Leu Gly Asn 

Ala lie Leu He Lys Val Phe Phe Lys Thr Lys Ser Met Gin Thr Val 

70 75 go 
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Pro Asn lie Phe He Thr Ser Leu Ala Phe Gly Asp Leu Leu Leu Leu 

85 90 95 

Leu Thr Cys Val Pro Val Asp Ala Thr His Tyr Leu Ala Glu Gly Trp 

100 105 110 

Leu Phe Gly Arg He Gly Cys Lys Val Leu Ser Phe He Arg Leu Tlir 
115 120 125 

Val Gly Val Ser Val Phe Thr Leu Thr He Leu Ser Ala Asp Arg 

Tyr Lys Ala Val Val Lys Pro Leu Glu Arg Gin Pro Ser Asn Ala He 

150 155 160 

Leu Lys Thr Cys He Lys Ala Gly Cys Val Trp He Val Ser Met He 

165 170 175 

Phe Ala Leu Pro Glu Ala He Phe Ser Asn Val Tyr Ser Phe Ara Asp 

ISO 185 190 

Pro Asn Lys Asn Val Thr Phe Glu Ser Cys Thr Ser Tyr Pro Val Ser 

200 205 
Lys Lys Leu Leu Gin Glu He His Ser Leu Leu Cys Phe Leu Val Phe 

210 215 220 

Tyr He He Pro Leu Ser He He Ser Val Tyr Tyr Ser Leu He Ala 
225 230 235 240 

Arg Thr Leu Tyr Lys Ser Thr Leu Asn He Pro Thr Glu Glu Gin Gly 

245 250 255 

His Ala Arg Lys Gin He Glu Ser Arg Lys Arg He Ala Arg Thr Val 

260 265 270 

Leu Val Leu Val Ala Leu Phe Ala Leu Cys Trp Leu Pro Asn His Leu 

275 280 285 

Leu Tyr Leu Tyr His Ser Phe Thr Ser Gin Thr Tyr Val Asp Pro Ser 

290 295 300 

Ala Met His Phe He Phe Thr He Phe Ser Arg Val Leu Ala Phe Ser 

310 315 320 

Asn Ser Cys Val Asn Pro Phe Ala Leu Tyr Trp Leu Ser Lys Thr Phe 

325 330 335 

Gin Lys His Phe Lys Ala Gin Leu Phe Cys Cys Lys Ala Glu Gin Pro 

340 345 35Q 

Glu Pro Pro Val Ala Asp Thr Ser Leu Thr Thr Leu Ala Val Met Glv 

355 360 365 

Arg Val Pro Gly Thr Gly Asn Met Gin Met Ser Glu He Ser Val Thr 

370 375 3QQ 

Ser Phe Pro Gly Cys Ser Val Lys Gin Ala Glu Asp Arg Val 
385 390 395 



<210> 3 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 

<400> 3 

ttggacgtga caatcactgt atttgaactg aga 

<210> 4 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PCR primer 
<400> 4 

tgtttctcct cccagcatgt gtatccg 
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<210> 5 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 
<400> 5 

gctctctttc atccggctc 

<210> 6 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 
<400> 6 

ctgccttgta tctgtcagcg 20 

<210> 7 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 
<400> 7 

catgcccgta agcaggtt 

<210> 8 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 
<400> 8 

cagcagaggg caaacagag 29 

<210> 9 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 

<400> 9 

atgggatccg ccaccatggc tcaaaggcag cctcactcac ct 42 

<210> 10 
<211> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 
<400> 10 



-3- 



wo 2004/093785 PCT/US2004/011473 



atgctcgagt ggaaagctag actctatcct 

<210> 11 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 

<400> 11 

gaaagagagc accttacaac caatt 

<210> 12 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 
<400> 12 

ccagtggatg caacccacta 

<210> 13 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 
<400> 13 

ttccgaacag ccatccttct gcaag 

<210> 14 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 
<400> 14 

gcaagcagga gtatgacgag tct 

<210> 15 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 
<400> 15 

aactaagtca cagtccgcct agaag 

<210> 16 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PGR primer 



ctgcctgc 33 



25 



20 



25 



23 
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<400> 16 

cccttccatc gtccaccgca aat 

<210> 17 

<211> 1200 

<212> DNA 

<213> Homo sapiens 

<400> 17 

atggctcaaa ggcagcctca ctcacctaat 
gaatcatcaa gctctgtggt ttctaacgat 
tctccaggaa tagaagcatt gtgtgccatc 
ggcatccttg gaaatgctat tctcatcaaa 
gttccaaata ttttcatcac cagcctggct 
gtgccagtgg atgcaactca ctaccttgca 
aaggtgctct ctttcatccg gctcacttct 
ctcagcgctg acagatacaa ggcagttgtg 
atcctgaaga cttgtgtaaa agctggctgc 
cctgaggcta tattttcaaa tgtatacact 
gaatcatgta cctcttatcc tgtctctaag 
tgcttcttag tgttctacat tattccactc 
gctaggaccc tttacaaaag caccctgaac 
aagcagattg aatcccgaaa gagaattgcc 
gccctctgct ggttgccaaa tcacctcctg 
tatgtagacc cctctgccat gcatttcatt 
agcaattctt gcgtaaaccc ctttgctcfcc 
tttaaagctc agttgttctg ttgcaaggcg 
tctcttacca ccctggctgt gatgggaacg 
gaaattagtg tgacctcgtt cactgggtgt 



cagactttaa tttcaatcac aaatgacaca 60 
aacacaaata aaggatggag cggggacaac 120 
tatattactt atgctgtgat catttcagtg 180 
gtctttttca agaccaaatc catgcaaaca 240 
tttggagatc ttt tact tot gctaacttgt 3 00 
gaaggatggc tgttcggaag aattggttgt 360 
gttggtgtgt cagtgttcac attaacaatt 420 
aagccacttg agcgacagcc ctccaatgcc 480 
gtctggatcg tgtctatgat atttgctcta 540 
tttcgagatc ccaataaaaa tatgacattt 600 
aagctcttgc aagaaataca ttctctgctg 660 
tctattatct ctgtctacta ttccttgatt 720 
atacctactg aggaacaaag ccatgcccgt 780 
agaacggtat tggtgttggt ggctctgttt 840 
tacctctacc attcattcac ttctcaaacc 900 
ttcaccattt- tctctcgggt tttggctttc 960 
tactggctga gcaaaagctt ccagaagcat 1020 
gagcggcctg agcctcctgt tgctgacacc 1080 
gtcccgggca ctgggagcat acagatgtct 1140 
agtgtgaagc aggcagagga cagattctag 1200 



<210> 18 
<211> 1200 
<212> DNA 

<213> Rattus norvegicus 
<400> 18 

atgtctcaaa ggcagcctca gtcacctaat 
gaaacatcaa gctctgccgt ctccaacgat 
tctccaggaa tagaagcact gtgtgccatc 
ggcatcctcg gaaatgctat cctcatcaaa 
gttccaaata ttttcatcac cagcctggct 
gtgccagtgg atgcaaccca ctacctggca 
aaagtgcttt ccttcatccg gctcacttct 
ctcagcgctg acagatacaa agcagtcgtg 
attctgaaga cctgtgccaa agctggtggc 
ccagaggcta tattctcaaa tgtatacact 
gaatcctgta actcctaccc tatctctgag 
tgtttcttgg tgttctacat tatcccgctc 
gccaggactc tttacaaaag caccttgaac 
aagcagattg aatcccggaa gagaattgcc 
gcactctgct ggttgccgaa tcacctcctg 
tacgcagagc cttctgatgt ccctttcgtt 
agtaattcct gcgtgaaccc ctttgctctg 
tttaaggctc agctctgctg cttcaaggca 
ccccttaaca acctcactgt gatggggcgg 
gaaattagcg tgaccctgtt tagtggcagt 



cagactttaa tttccattac aaatgacaca 60 
actacaccta aaggatggac cggagacaac 120 
tatatcactt atgctgtgat catttcagtg 180 
gtctttttca agactaaatc catgcaaaca 240 
tttggagatc tgttactcct gctgacttgt 300 
gagggatggc tgtttggaaa ggtcggttgt 360 
gtcggtgtat cagtgttcac gctgacaatt 420 
aagccacttg aacgacagcc ctccaatgcc 480 
atctggatca tggctatgat atttgctctg 540 
ttccaagatc ctaacagaaa cgtaacattt 600 
aggcttttgc aggaaataca ttctctgttg 660 
tcgattatct ctgtctatta ttctttgatt 720 
ataccgactg aggaacaaag ccatgcccga 780 
aaaacggtac tggtgctggt ggctctgttc 840 
tatctctatc actcattcac ttatgaaagc 900 
gtcaccattt tctctcgggt gctggctttc 960 
tattggctga gcaagacctt ccagaagcat 1020 
gagcagcctg aacctcctct tggtgacacc 1080 
gttccagcta ctgggagtgc acacgtctct 1140 
actgccaaga aaggagagga caaagtttag 1200 



<210> 19 
<211> 1199 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> BRS-3 consensus sequence 



<400> 19 

atggctcaaa 

gaacatcaag 

ctccaggaat 

gcatccttgg 

ttccaaatat 

tgccagtgga 

aggtgctctc 

tcagcgctga 

tcctgaagac 

ctgaggctat 

aatcatgtac 

gcttcttagt 

ctaggaccct 

agcagattga 

ccctctgctg 

atgtagaccc 

gcaattcttg 

ttaaagctca 

ctcttaccac 

aaattagtgt 



ggcagcctca 
ctctgtggtt 
agaagcattg 
aaatgctatt 
tttcatcacc 
tgcaacccac 
tttcatccgg 
cagatacaag 
ttgtgtaaaa 
attttcaaat 
ctcttatcct 
gttctacatt 
ttacaaaagc 
atcccggaag 
gttgccaaat 
ctchgccatg 
cgtaaacccc 
gttgttctgt 
cctggctgtg 
gacctcgttc 



ctcacctaat 
tctaacgata 
tgtgccatct 
ctcatcaaag 
agcctggctt 
taccttgcag 
ctcacttctg 
gcagttgtga 
gctggctgcg 
gtatacactt 
gtctctaaga 
attccactct 
accctgaaca 
agaattgcca 
cacctcctgt 
catttcattt 
tttgctctct 
tgcaaggcag 
atgggaaggg 
actgggtgta 



cagactttaa 
acacaaataa 
atattactta 
tctttttcaa 
ttggagatct 
aaggatggct 
ttggtgtgtc 
agccacttga 
tctggatcgt 
ttcgagatcc 
agctcttgca 
ctattatctc 
tacctactga 
gaacggtatt 
acctctacca 
tcaccatttt 
actggctgag 
agcagcctga 
tcccgggcac 
gtgtgaagca 



tttcaatcac 
aggatggagc 
tgctgtgatc 
gaccaaatcc 
tttacttctg 
gttcggaaga 
agtgttcacg 
gcgacagccc 
gtctatgata 
caacaaaaat 
agaaatacat 
tgtctattat 
ggaacaaagc 
ggtgttggtg 
ttcattcact 
ctctcgggtt 
caaaaccttc 
gcctcctgtt 
tgggagcata 
ggcagaggac 



aaatgacaca 

ggggacaact 

atttcagtgg 

atgcaaacag 

ctaacttgtg 

attggttgta 

ttaacaattc 

tccaatgcca 

tttgctctac 

gtgacatttg 

tctctgctgt 

tctttgattg 

catgcccgta 

gctctgtttg 

tctcaaacct 

ctggctttca 

cagaagcatt 

gctgacacct 

cagatgtctg 

agagtctag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1199 



<210> 20 
<211> 399 
<212> PRT 

<213> Homo Sapiens 



<400> 20 
Met Ala Gin 
1 

Thr Asn Asp 

Asn Lys Gly 
35 

Ala lie Tyr 
50 

Asn Ala He 
65 

Val Pro Asn 

Leu Leu Thr 

Trp Leu Phe 
115 

Thr Ser Val 

130 
Arg Tyr Lys 
145 

He Leu Lys 

He Phe Ala 

Asp Pro Asn 
195 

Ser Lys Lys 

210 
Phe Tyr He 
225 

Ala Arg Thr 



Arg Gin 
5 

Thr Glu 
20 

Trp Ser 

He Thr 

Leu He 

He Phe 

85 
Cys Val 
100 

Gly Arg 

Gly Val 

Ala Val 

Thr Cys 
165 
Leu Pro 
180 

Lys Asn 

Leu Leu 

He Pro 

Leu Tyr 
245 



Pro His 

Ser Ser 

Gly Asp 

Tyr Ala 

55 
Lys Val 
70 

He Thr 

Pro Val 

He Gly 

Ser Val 
135 
Val Lys 
150 

Val Lys 

Glu Ala 

Met Thr 

Gin Glu 
215 
Leu Ser 
230 

Lys Ser 



Ser 

Ser 

Asn 
40 
Val 

Phe 

Ser 

Asp 

Cys 
120 
Phe 

Pro 

Ala 

He 

Phe 
200 
He 

He 

Thr 



Pro 

Ser 
25 
Ser 

He 

Phe 

Leu 

Ala 
105 
Lys 

Thr 

Leu 

Gly 

Phe 
185 
Glu 

His 

He 

Leu 



Asn Gin 
10 

Val Val 

Pro Gly 

He Ser 

Lys Thr 

75 
Ala Phe 
90 

Thr His 

Val Leu 

Leu Thr 

Glu Arg 
155 
Cys Val 
170 

Ser Asn 

Ser Cys 

Ser Leu 

Ser Val 
235 
Asn He 
250 

-6- 



Thr 

Ser 

He 

Val 
60 
Lys 

Gly 

Tyr 

Ser 

He 
140 
Gin 

Trp 

Val 

Thr 

Leu 
220 
Tyr 

Pro 



Leu 

Asn 

Glu 
45 
Gly 

Ser 

Asp 

Leu 

Phe 
125 
Leu 

Pro 

He 

Tyr 

Ser 
205 
Cys 

Tyr 

Thr 



He 

Asp 
30 
Ala 

He 

Met 

Leu 

Ala 
110 
He 

Ser 

Ser 

Val 

Thr 
190 
Tyr 

Phe 

Ser 

Glu 



Ser 
15 
Asn 

Leu 

Leu 

Gin 

Leu 
95 
Glu 

Arg 

Ala 

Asn 

Ser 
175 
Phe 

Pro 

Leu 

Leu 

Glu 
255 



He 

Thr 

Cys 

Gly 

Thr 
80 
Leu 

Gly 

Leu 

Asp 

Ala 
160 
Met 

Arg 

Val 

Val 

He 
240 
Gin 
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Ser His Ala Arg Lys Gin lie Glu Ser Arg Lys Arg He Ala Arg Thr 

260 265 270 

Val Leu Val Leu Val Ala Leu Phe Ala Leu Cys Trp Leu Pro Asn His 

275 280 285 

Leu Leu Tyr Leu Tyr His Ser Phe Thr Ser Gin Thr Tyr Val Asp Pro 

290 295 300 

Ser Ala Met His Phe He Phe Thr He Phe Ser Arg Val Leu Ala Phe 
I ^ 315 320 

Ser Asn Ser Cys Val Asn Pro Phe Ala Leu Tyr Trp Leu Ser Lvs Ser 

325 330 335 

Phe Gin Lys His Phe Lys Ala Gin Leu Phe Cys Cys Lys Ala Glu Arg 

Pro Glu Pro Pro Val Ala Asp Thr Ser Leu Thr Thr Leu 111 Val Met 

360 365 
Gly Thr Val Pro Gly Thr Gly Ser He Gin Met Ser Glu He Ser Val 

Thr Ser Phe Thr Gly Cys Ser Val Lys Gin Ala Glu Asp Arg Phe 
385 390 395 



<210> 21 
<211> 399 
<212> PRT 

<213> Rattus norvegicus 
<400> 21 

Met Ser Gin Arg Gin Pro Gin Ser Pro Asn Gin Thr Leu He Ser He 

5 10 
Thr Asn Asp Thr Glu Thr Ser Ser Ser Ala Val Ser Asn Asp Thr Thr 

Pro Lys Gly Trp Thr Gly Asp Asn Ser Pro Gly lie Glu Ala Leu Cys 

Ala lie Tyr lie Thr Tyr Ala Val lie He Ser Val Gly He Leu Gly 

55 50 
Asn Ala lie Leu He Lys Val Phe Phe Lys Thr Lys Ser Met Gin Thr 

Val Pro Asn He Phe He Thr Ser Leu Ala Phe Gly Asp Leu Leu Leu 

85 90 Qc 

Leu Leu Thr Cys Val Pro Val Asp Ala Thr His Tyr Leu Ala Glu Gly 
_ ^ , -'■OO 105 110 

Trp Leu Phe Gly Lys Val Gly Cys Lys Val Leu Ser Phe He Arg Leu 
„^ " 120 125 

Thr Ser Val Gly Val Ser Val Phe Thr Leu Thr He Leu Ser Ala Asp 

^ 135 140 

Axg Tyr Lys Ala Val Val Lys Pro Leu Glu Arg Gin Pro Ser Asn Ala 

^50 155 
He Leu Lys Thr Cys Ala Lys Ala Gly Gly He Trp He Met Ala Met 

J-65 170 175 

He Phe Ala Leu Pro Glu Ala He Phe Ser Asn Val Tyr Thr Phe Gin 

^ 190 
Asp Pro Asn Arg Asn Val Thr Phe Glu Ser Cys Asn Ser Tyr Pro He 

200 205 
Ser Glu Arg Leu Leu Gin Glu He His Ser Leu Leu Cys Phe Leu Val 

, 220 
Phe Tyr He He Pro Leu Ser He He Ser Val Tyr Tyr Ser Leu He 

230 235 
Ala Arg Thr Leu Tyr Lys Ser Thr Leu Asn He Pro Thr Glu Glu GlS 

245 250 25«5 

Ser Hxs Ala Arg Lys Gin He Glu Ser Arg Lys Arg He Ala Lys Thr 

2o0 265 270 

val Leu Val Leu Val Ala Leu Phe Ala Leu Cys Trp Leu Pro Asn His 

280 285 
Jeu Tyr Leu Tyr His Ser Phe Thr Tyr Glu Ser Tyr Ala Glu Pro 
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Ser 


Asp 


Val 


Pro 


Phe 


Val 


Val 


Thr 


He 


Phe 


Ser 


Arg 


Val 


Leu 


Ala 


Phe 


1 ACT 










310 










315 








320 


Ser 


Asn 


Ser 


Cys 


Val 


Asn 


Pro 


Phe 


Ala 


Leu 


Tyr 


Trp 


Leu 


Ser 


Lys 


Thr 










325 










330 










335 




Phe 


Gin 


Lys 


His 


Phe 


Lys 


AX a 


Gin 


Leu 


Cys 


Cys 


Pne 


Lys 


Ala 


Glu 


Gin 








340 


















350 






Pro 


Glu 


Pro 


Pro Leu Gly 


Asp 


Thr 


Pro 


Leu 


Asn 


Asn 


Leu 


Thr 


Val 


Met 






355 










360 










365 








Gly 


Arg 


Val 


Pro 


Ala 


Thr 


Gly 


Ser 


A.xa 


jllS 


vax 


Ser 


GXU 


xxe 


Ser 


vax 




370 










375 










380 










Thr 


Leu 


Phe 


Ser 


Gly 


Ser 


Thr 


Ala 


Lys 


Lys 


Gly 


Glu 


Asp 


Lys 


Val 




385 










390 










395 










<210> 22 




























<211> 399 




























<212> PRT 




























<213> Artificial Sequence 




















<220> 






























<223> BRS-3 


consensus sequence 


















<400> 22 




























Met 


Ala 


Gin 


Arg 


Gin 


Pro 


His 


Ser 


Pro 


TV n v> 

Asn 


Gxn 


Tnx 


Leu 


xxe 


Ser 


iXe 


1 








5 










xu 










X3 




Txir 


TV MM 

Asn 


ASp 


Thr 


Glu 


Ser 


Ser 


Ser 


Ser 


vax 


vax 


Ser 


Asn 


Asp 


TV 

Asn 


Txir 








20 




















o U 






Asn 


Lys 


Gly 


Trp 


Ser 


Gly 


Asp 


Asn 


Ser 


Pro 


(jxy 


xxe 


GXU 


TV 1 

AX a 


Leu 


Cys 






35 










40 


















Ala 


Tie 




He 


Thr 


Tyr 


Ala 


Val 


ixe 


xxe 


Ser 


vax 


GXy 


xxe 


Leu 


Gly 




50 










55 










oU 






Asn 


Ala 


He 


Leu 


He 


Lys 


Val 


Phe 


Fne 


Lys 


Thr 


Lys 


Ser 


Met 


Gin 


Thr 


65 










70 










75 








oU 


Val 


Pro 


Asn 


He 


Phe 


He 


Thr 


Ser 


Leu 


Ala 


Phe 


Gly 


Asp 


Leu 


Leu 


Leu 










85 










90 










Leu 


Leu 


Thr 


Cys 


Val 


Pro 


Val 


Asp 


TV 1 a 

AX a 


Thr 


His 


Tyr 


Leu 


TV T ^ 

AX a 


Glu 


Gly 








100 










XU3 










xxu 




Trp 


Leu 


Phe 


Gly 


Arg 


He 


Gly 


Cys 


Lys 


Val 


Leu 


Ser 


Pne 


xxe 


Axg 


Leu 






115 










120 










125 








Thr 


Ser 


Val 


Gly 


Val 


Ser 


Val 


Phe 


Thr 


Leu 


Thr 


xxe 


Leu 


Ser 


TV n — 

Ala 


Asp 




130 










135 










140 








Arg 


Tyr 


Lys 


Ala 


Val 


Val 


Lys 


Pro 


Leu 


Glu Arg 


Gin 


Pro 


Ser 


Asn 


TV T 

Ala 


145 










150 










155 










160 


He 


Leu 


Lys 


Thr 


Cys 


He 


Lys 


Ala 


Gly 


Cys 


Val 


Trp 


He 


Val 


Ser 


Met 










165 










170 










X / b 




He 


Phe 


Ala 


Leu 


Pro 


Glu 


Ala 


He 


Phe 


Ser 


Asn 


Val 


Tyr 


Thr 


Phe 


Arg 








180 










Xo5 








190 




Asp 


Pro 


Asn 


Lys 


Asn 


Val 


Thr 


Phe 


Glu 


Ser 


Cys 


Thr 


Ser 


Tyr 


Pro 


Val 






195 










200 










205 








Ser 


Lys 


Lys 


Leu 


Leu 


Gin 


Glu 


He 


His 


Ser 


Leu 


Leu 


Cys 


Phe 


Leu 


Val 




210 










215 










220 








Phe 


Tyr 


He 


He 


Pro 


Leu 


Ser 


He 


ixe 


Ser 


Val 


Tyr 


Tyr 


Ser 


Leu 


He 


225 










230 










235 






240 


Ala 


Arg 


Thr 


Leu 


Tyr 


Lys 


Ser 


Thr 


Leu 


Asn 


He 


Pro 


Thr 


Glu 


Glu 


Gin 










245 










250 










255 




Ser 


His 


Ala 


Arg 


Lys 


Gin 


He 


Glu 


Ser 


Arg 


Lys 


Arg 


He 


Ala 


Arg 


Thr 








260 










265 








270 






Val 


Leu 


Val 


Leu 


Val 


Ala 


Leu 


Phe 


Ala 


Leu 


Cys 


Trp 


Leu 


Pro 


Asn 


His 






275 










280 






285 








Leu 


Leu 


Tyr 


Leu 


Tyr 


His 


Ser 


Phe 


Thr 


Ser 


Gin 


Thr 


Tyr 


Val 


Asp 


Pro 




290 










295 










300 






Ser 


Ala 


Met 


His 


Phe 


He 


Phe 


Thr 


He 


Phe 


Ser 


Arg 


Val 


Leu 


Ala 


Phe 


305 










310 










315 








320 


Ser 


Asn 


Ser 


Cys 


Val 


Asn 


Pro 


Phe 


Ala 


Leu 


Tyr 


Trp 


Leu 


Ser 


Lys 


Thr 
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325 

Phe Gin Lys His Phe 
340 

Pro Glu Pro Pro Val 
355 

Gly Arg Val Pro Gly 
370 

Thr Ser Phe Ser Gly 
385 



330 

Lys Ala Gin Leu Phe Cys 

345 

Ala Asp Thr Ser Leu Thr 
360 

Thr Gly Ser He Gin Met 
375 

Cys Ser Val Lys Gin Ala 
390 



335 

Cys Lys Ala Glu Gin 
350 

Thr Leu Ala Val Met 

365 

Ser Glu He Ser Val 
380 

Glu Asp Arg Val 



